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This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-22. p2n.rnpbn. 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - nucleic search, using f rame_plus_jp2n model 

Run on: May 25, 2006, 23:54:22 ; Search time 26 Seconds 

(without alignments) 
2657.125 Million cell updates/sec 

Title : US- 10 -751 -380 -22 

Perfect score: 2077 

Sequence: 1 EFGRKKRRQRMALLRRPTVS I PQLNS KAVKDLAS PL IGRS 408 

Scoring table: BL0SUM6 2 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 242596 seqs , 56442199 residues 

Total number of hits satisfying chosen parameters: 485192 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US107 5138 0/runat_2 50 52 00 6_104515_198 5l/app_query . f asta_l 
-DB=Published_Applications_NA_New -QFMT=fastap - SUFFIX=p2n. rnpbn -MINMATCH= 0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 
-TRANS =human4 0 .cdi -LIST=45 -DOCALIGN= 20 0 -THR_SCORE=pct -THR_MAX = 100 
-THR_MIN = 0 -ALIGN = 15 -MOD E= LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=50 0 -MINLEN= 0 
-MAXLEN=2000000000 -HOST=abss08 

-USER=US10 7513 80_@CGN_l_l_17_@runat_250 52 00 6_104515_198 51 -NCPU=6 -ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK= 10 0 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT = 0.5 -DELOP = 6 -DELEXT= 7 

Database : Published_Applications_NA_New: * 
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1 : /EMC_Celerra_SIDS3 /ptodata/2/pubpna/US09_NEW_PUB . seq : * 

2 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US06_NEW_PUB . seq : * 

3 : /EMC_Celerra_SIDS3 /ptodata/2/pubpna/US07_NEW_PUB . seq : * 

4 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US08_NEW_PUB . seq : * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

6 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 10_NEW_PUB . seq : * 

7 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 11_NEW_PUB . seq : * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US60_NEW_PUB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - nucleic search, using f rame_j?lus _j>2n model 

Run on: May 25, 2006, 23:25:05 ; Search time 4733 Seconds 

(without alignments) 
7230.642 Million cell updates/sec 

Title : US- 10 -751 -380-22 

Perfect score: 2077 

Sequence: 1 EFGRKKRRQRMALLRRPTVS I PQLNSKAVKDLAS PL IGRS 4 08 

Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 48236798 seqs, 27959665780 residues 

Total number of hits satisfying chosen parameters: 96473596 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MOD EL = f r a me +_p2 n . mo de 1 - DEV =x lp 

-Q=/abss/ABSSWEB_spool/US107 513 8 0/runat_2 50 52 00 6_104 5 06_196 77/app_query .f asta_l 
-DB= EST -QFMT=fastap -SUFFIX=p2n . rst -MINMATCH= 0 . 1 -LOOPCL=0 -LOOPEXT = 0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 -TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUT FMT=pt O -NORM=ext -HEAPSIZE=50 0 -MINLEN= 0 -MAXLEN=20 00 00 00 00 -HOST=abss 06p 
-USER=US10 7513 80_@CGN_l_l_95 28_@runat_2 50 52 00 6_1045 06_196 77 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBL0CK= 10 0 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : EST:* 

1: gb_estl:* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - nucleic search, using f rame_plus_p2n model 

Run on: May 25, 2006, 23:49:04 ; Search time 1580 Seconds 

(without alignments) 
4759.514 Million cell updates/sec 

Title : US- 10 -751 -3 80 -22 

Perfect score: 2077 

Sequence: 1 EFGRKKRRQRMALLRRPTVS IPQLNSKAVKDLASPLIGRS 4 08 

Scoring table: BLOSUM6 2 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 18892170 seqs, 6143817638 residues 

Total number of hits satisfying chosen parameters: 37784340 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US1075138 0/runat_2 50 52 00 6_104512 97 88 /app_query. fast a_l 
-DB=Published_Applications_NA_Main -QFMT=fastap -SUFFIX=p2n. rnpbm 
-MINMATCH=0. 1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 
-MATRIX=blosum62 -TRANS =human4 0 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct 
-THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL -OUT FMT=ptO -NORM=ext 
-HEAPS IZE= 50 0 -MINLEN= 0 -MAXLEN=20 00 00 00 00 -HOST=abss02h 

-USER=US10 7513 80_@CGN_l_l_16 75_@runat_2 50 52 00 6_104 512_197 88 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBL0CK= 10 0 -L0NGL0G -DEV_TIMEOUT=120 
-WARN_TIMEOUT=30 -THREADS = 1 -XGAPOP=10 -XGAPEXT = 0.5 -FGAP0P=6 -FGAPEXT = 7 
-YGAPOP=10 -YGAPEXT = 0.5 -DELOP = 6 -DELEXT= 7 

Dat abas e : Pub 1 i shed_App 1 i ca t i ons _NA_Ma in : * 
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SIDS3 /ptodata/2/pubpna/US07_PUBCOMB . seq : * 
SIDS3 /ptodata/2/pubpna/US08_PUBCOMB . seq : * 
SIDS3/ptodata/2/pubpna/US09A_PUBCOMB. seq:* 
SIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq:* 
SIDS3/ptodata/2/pubpna/US09C_PUBCOMB. seq:* 
SIDS3/ptodata/2/pubpna/US10A_PUBCOMB. seq:* 
SIDS3/ptodata/2/pubpna/US10B_PUBCOMB. seq:* 
SIDS3/ptodata/2/pubpna/US10C_PUBCOMB. seq:* 
SIDS3 /ptodata/2/pubpna/US10D_PUBCOMB. seq:* 
_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB .seq: * 
_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB .seq: < 
_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB .seq: ' 
_S IDS 3 / pt oda t a/ 2 /pubpna /US 1 1A_PUBC0MB . s eq : 1 
_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB .seq: ' 
_S IDS 3 / pt oda t a / 2 /pubpna /US 1 1C_PUBC0MB .seq: 1 
_SIDS3/ptodata/2/pubpna/USllD_PUBCOMB .seq: ' 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No . 


Score 


Query 
Match 


Length DB 


ID 


Description 


1 


2025 


97 


5 


1375 


8 


US-10 -751 -380 -21 


Sequence 21, Appl 


2 


2025 


97 


5 


1507 


9 


US -10 -723 -860 -24 9 6 


Sequence 2496, Ap 


3 


2025 


97 


5 


1507 


10 


US-10 -756 -14 9 -232 3 


Sequence 2323, Ap 


4 


2025 


97 


5 


1530 


7 


US-10 -172 -118 -1075 


Sequence 1075, Ap 


5 


2025 


97 


.5 


1530 


8 


US -10-342-8 87 -1075 


Sequence 1075, Ap 


6 


2025 


97 


.5 


1530 


8 


US-10 -751 -380 -1 


Sequence 1, Appli 


7 


2025 


97 


.5 


1530 


9 


US -10-733 - 878 - 416 


Sequence 416, App 


8 


2025 


97 


.5 


1530 


10 


US-10-848-755A-133 


Sequence 13 3, App 


9 


2025 


97 


.5 


1530 


12 


US-10-960-414-366 


Sequence 3 66, App 


10 


2025 


97 


.5 


1530 


15 


US-11-000-688-955 


Sequence 955, App 


11 


2025 


97 


.5 


1532 


6 


US-10-116 -802 -165 


Sequence 165, App 


12 


2025 


97 


.5 


2103 


9 


US-10-723-860-6659 


Sequence 6659, Ap 


13 


2019 


97 


.2 


1553 


3 


US-09-925-301-305 


Sequence 3 05, App 


14 


1996 


96 


.1 


1197 


3 


US-09-994 -412 -2 


Sequence 2, Appli 


15 


1922 . 5 


92 


.6 


1526 


10 


US-10 -450-763-9357 


Sequence 9357, Ap 


16 


1780 


85 


.7 


1400 


16 


US-11-128-061-4155 


Sequence 415 5, Ap 


17 


1780 


85 


.7 


1400 


16 


US-11-128-049-4155 


Sequence 415 5, Ap 


18 


1780 


85 


.7 


1403 


16 


US-11-128-061-513 


Sequence 513, App 


19 


1780 


85 


.7 


1403 


16 


US-11-128-049-513 


Sequence 513, App 


20 


1605. 5 


77 


.3 


1247 


7 


US-10-085 -198 -109 


Sequence 109, App 


21 


1090 


52 


.5 


826 


3 


US-09-773 -459 -12 


Sequence 12, Appl 


22 


1090 


52 


.5 


826 


7 


US-10-351-953 -12 


Sequence 12, Appl 


23 


1028 


49 


.5 


1452 


3 


US-09-954 -456 -695 


Sequence 6 95, App 


24 


1028 


49 


.5 


1452 


3 


US-09-954 -456 -1133 


Sequence 113 3, Ap 


25 


1028 


49 


.5 


1452 


3 


US-09-880 -107 -2308 


Sequence 2308, Ap 


26 


1028 


49 


.5 


1452 


3 


US-09-967 -768A-145 


Sequence 14 5, App 


27 


1028 


49 


.5 


1452 


3 


US-09-954 -531 -147 


Sequence 147, App 


28 


1028 


49 


.5 


1452 


3 


US-09-292 -758 -27 


Sequence 27, Appl 


29 


1028 


49 


.5 


1452 


3 


US-09-873 -367C-1008 


Sequence 10 08, Ap 


30 


1028 


49 


.5 


1452 


6 


US-10-171-581-136 


Sequence 136, App 


31 


1028 


49 


.5 


1452 


8 


US-10-641-643 -1048 


Sequence 1048, Ap 


32 


1028 


49 


.5 


1452 


10 


US-10 -843 -64 1A- 100 8 


Sequence 10 08, Ap 


33 


1028 


49 


.5 


1452 


10 


US-10-843-641A-1214 


Sequence 1214, Ap 


34 


1028 


49 


.5 


1452 


10 


US-10-843-641A-3722 


Sequence 3722, Ap 


35 


1028 


49 


.5 


1452 


10 


US-10-843-641A-4160 


Sequence 4160, Ap 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 
22.p2n.rge, 



S core Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us- 10- 

751-380-22.p2n.rge. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 20 06 Biocceleration Ltd. 

OM protein - nucleic search, using f rame_plus_p2n model 

Run on: May 25, 2006, 23:13:14 ; Search time 6002 Seconds 

(without alignments) 
6520.463 Million cell updates/sec 

Title: US- 10 -751 -380 -22 

Perfect score: 2077 

Sequence: 1 EFGRKKRRQRMALLRRPTVS IPQLNS KAVKDLAS PLIGRS 408 

Scoring table: BLOSUM6 2 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 6366136 seqs, 31973710525 residues 

Total number of hits satisfying chosen parameters: 12732272 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US107 5138 0/:nanat_2 50 52 00 6_1045 04_19648/app__query .fasta_l 
-DB=GenEmbl -QFMT=fastap -SUFFIX=p2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 -TRANS = hum an 4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUT FMT=ptO -NORM=ext -HEAPS IZE= 5 0 0 -MINLEN= 0 -MAXLEN= 20 00 00 00 00 -HOST=abss06p 
-USER=US10 7513 80j3CGN_l_l_83 28_@runat_2 50 52 00 6_1045 04_19648 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK= 10 0 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT = 0.5 -DELOP = 6 -DELEXT= 7 

Database : GenEmbl:* 

1 : gb_env : * 
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g b pa t : 




J 




gb ph. : * 




A 




go pi : 




5 




gb_pr : * 




6 




gb_ro : * 




7 




gb S t S : 


* 


8 




gb_sy : * 




9 




gb un : * 




10 


y*-' v x « 


★ 


11 


gb_o v : 




12 


gb_htg 


: * 


13 


gb_in: 


* 


14 


gb_om : 


* 


15 


gb_ba : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



fo . 


Score 


Match 


Length 


UD 


TTi 

ID 


Dcscripci oil 


1 


2 02 5 


97 


.5 


119 / 


0 

0 


AVQQ1 1 vl O 

AY By 1 14 Z 


AVQQ1 IdO C\/n+* hot* 1 r 

aiosi J.fiz DyriL.ncL.ic 


2 


2 02 5 


97 


.5 


119 7 


0 

0 


AY o91 14 0 


7AVQQ1 1 A 1 Cwn 1- Vk/afr- -» /~> 

Aioyii^ j byiiLneLic 


3 


2 02 5 


97 


.5 


T T Q "7 

ny / 


0 

0 




d i u iy i j o oyntiict iL 


4 


2 02 5 


97 


.5 


1197 


8 


BT019 45 7 


oiuiy^b / byntnecic 


5 


2 02 5 


97 


.5 


120 6 


5 


CR533 I 


uiOjjoz / nomo sapi 


6 


2 02 5 


97 


. 5 


1361 


5 


BC105 08 6 


BC105086 Homo sapi 


7 


2025 


97 


.5 


1361 


5 


BC105 112 


BC105112 Homo sapi 


8 


2025 


97 


.5 


1375 


2 


AR448 97 0 


AR448970 Sequence 


9 


2 02 5 


97 


. 5 


14 01 


5 


AF 002 82 2 


Aruu^ozz Human eye 


10 


2 02 5 


97 


.5 


143 3 


5 


AB020 981 


AnUzuyoi Homo sapi 


11 


2025 


97 


. 5 


1507 


2 


BD156255 


BD156255 Primer fo 


12 


2025 


97 


.5 


1507 


2 


AX876674 


AX876674 Sequence 


13 


2025 


97 


.5 


1507 


5 


AK001404 


AK001404 Homo sapi 


14 


2025 


97 


. 5 


1530 


2 


CQ959726 


CQ959726 Sequence 


15 


2025 


97 


.5 


1530 


2 


CQ981348 


CQ981348 Sequence 


16 


2025 


97 


.5 


1530 


2 


CS031177 


CS031177 Sequence 


17 


2025 


97 


.5 


1530 


2 


CS040129 


CS040129 Sequence 


18 


2025 


97 


.5 


1530 


2 


CS063038 


CS063038 Sequence 


19 


2025 


97 


.5 


1530 


2 


CS080819 


CS080819 Sequence 


20 


2025 


97 


.5 


1530 


2 


CS118908 


CS118908 Sequence 


21 


2025 


97 


.5 


1530 


2 


CS161901 


CS161901 Sequence 


22 


2025 


97 


.5 


1530 


2 


AR448968 


AR448 968 Sequence 


23 


2025 


97 


.5 


1530 


2 


AX779987 


AX779987 Sequence 


24 


2025 


97 


.5 


1981 


2 


BD106750 


BD106750 Cyclin-li 


25 


2022 


97 


.4 


1497 


5 


AK222611 


AK2 22 611 Homo sapi 


26 


2012 


96 


.9 


1197 


5 


BT019458 


BT019458 Homo sapi 


27 


2003 


96 


.4 


1502 


5 


AF087910 


AF0 87 910 Homo sapi 


28 


1988 


95 


. 7 


1551 


5 


AB168913 


AB168913 Macaca fa 


29 


1987 


95 


. 7 


1496 


5 


AB169084 


AB169084 Macaca fa 


30 


1986 


95 


.6 


1342 


2 


CQ726844 


CQ726844 Sequence 


31 


1914 


92 


.2 


1465 


14 


BT021153 


BT021153 Bos tauru 


32 


1909 


91 


.9 


1472 


14 


BT020669 


BT02 0669 Bos tauru 


33 


1909 


91 


.9 


1505 


14 


BT020648 


BT02 0648 Bos tauru 


34 


1904 


91 


.7 


1452 


14 


BT020822 


BT020822 Bos tauru 


35 


1904 


91 


.7 


1454 


14 


BT020762 


BT02 07 62 Bos tauru 


36 


1903 


91 


.6 


1299 


14 


AF080219 


AF08 0219 Bos tauru 


37 


1878.5 


90 


.4 


1399 


6 


HAMCYCLIN2 


D17294 Mesocricetu 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 
21.rst. 

Score Home R etrieve Application SCORE System SCORE Comments / 

Rage List Overview FAQ Sug gestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rst. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: May 25, 2006, 22:31:08 ; Search time 7194 Seconds 

(without alignments) 
10687.946 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg cactgataggaaggtcctag 1375 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 48236798 seqs , 27959665780 residues 

Total number of hits satisfying chosen parameters: 



96473596 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : EST:* 



1 




gb_estl : * 




2 




gb_est3 :* 




3 




gb_est4 : * 




4 




gb_est5 : * 




5 




gb_est6 : * 




6 




gb_htc: * 




7 




gb_est2 : * 




8 




gb_est7 : * 




9 




gb_est8 : * 




10: 


gb_est 9 : 


* 


11: 


gb_gssl : 




12: 


gb_gss2 : 


* 


13: 


gb_gss3 : 


* 


14 : 


gb_gss4 : 


* 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



iO . 


Score 


Match 


Lieny c n 






Description 


1 
± 




97 . 


8 




b 


pp ens cqc 


CR608686 


full-leng 


2 


1 1 1 "i 
1 J J J 


96 . 


9 




b 


uQMQn nc 
norioU 


AL080146 


Homo sapi 


3 


1317 


95 . 


8 


1 4 J 1 


b 


pp CflB QO'7 
LKOUO ?Z / 


CR608927 


full-leng 


4 


i "2 a o 
1 J 0 9 


95 . 


2 


1 4 b 2 


b 


LKoU //9b 


CR607796 


full-leng 


5 


1 o o o 
1 2 9 9 


94 . 


5 


i /t *3 a 
1 4 3 U 


b 




CR606395 


full-leng 


6 


TOCO 

125 8 


91 . 


5 


1411 


b 


t_K b24 4 9b 


CR624496 


full-leng 


7 


1 197 


87 . 


, 1 


iiy / 


14 


A 1 4 X / Z 3 ft 


AY417234 


Homo sapi 


8 


116 5 


84 . 


.7 


TITO 
1 1 / J 


1 4 


AH1 / ^ 3 D 


AY417235 


Pan trogl 


9 


974 


70 . 


,8 


1 A O O 

1 03 9 


3 


DM CC/I /IT O 

oM b b 4 412 


BM554412 


AGEN COURT 


1 0 


972.4 


70 . 


,7 


i a o a 
1 08 0 


1 


ALb33 82 4 


AL533824 


AL533824 


1 1 


955.4 


69 . 


.5 


i mi 
102 3 


A 

4 


QV >1 AO A "3 Q 

Ba4 U2 43 9 


BX402439 


BX40243 9 


1 2 


945.8 


68 . 


.8 


T C "0 "5 

1 b j 2 


b 


AJ\.U / b XZ Z 


AK076122 


Mus muscu 


1 3 


939.4 


68 . 


.3 


119/ 


1 4 


a v/i 1 no i c 
AH1 /Z3b 


AY417236 


i Mus muscu 


14 


92 b . b 


67 . 


.4 


1 A A O 
1 4 U 8 


b 


AJ\U13 3 ± Z 


AK013312 


Mu s mus cu 


1 5 


92 5 


67 , 


.3 


Q O C 

92 b 


A 

4 


BA3b4 14 3 


BX3 5414 3 


BX354143 


1 6 


914.4 


66 , 


.5 


i A "i i 
102 3 


2 


Brl4 bb 33 2 


BM455332 


AG EN COURT 


1 7 


901.4 


65 , 


.6 


Q /I Q 

94 9 


4 


OA / OT/ICC 

(JA4 8 / 4b b 


CA487455 


AGENCOURT 


1 8 


89 8 


65 


.3 


1 03 O 


2 


DM /ICQ 1 y| O 

±31*1 4 D 9 14 8 


BM459148 


AGEN COURT 


1 9 


O O Q O 

bo 9 . 2 


64 


.7 


± U 1 b 




T5Y ^ Q 9 ft, £ 

dajj o c. v o 


BX358206 


BX358206 


2 0 


888.6 


64 


.6 


Q Q Q 

99 9 


4 


nv QQ/l 
da 3 /b 98 4 


BX375984 


BX375984 


2 1 


o c o 
86 8 


63 


.1 


QC A 

9b U 


1 


AT CCHOI *7 


AL550817 


AL550817 


2 2 


86 3 


62 


.8 


113 b 


2 


DM n A 
BM 4 b 4 3 J. U 


BM464310 


AGENCOURT 


2 3 


861.6 


62 


.7 


1 A 1 Q 

1 Ul 8 


3 




BM5 53 94 0 


AGENCOURT 


24 


856.8 


62 


.3 


O C *3 

86 3 


Q 

9 


pv Q 1 o "J C A 

LA 8 / 3 3 b U 


CX873350 


HESC4_7 9_ 


2 5 


854 . 8 


62 


.2 


1 A£T A 


A 

4 


JD A J DOZ Uj 


BX358205 


BX358205 


2 6 


846.8 


61 


.6 


Q O A 

98 4 


4 


BX3 3 / bb 2 


BX337662 


BX337662 


2 7 


842.4 


61 


.3 


9 / b 


2 


Tar* 7Ci a -J q 
Blj / b± U3 8 


BG761038 


602717548 


2 8 


840.6 


61 


.1 


104 7 


2 


TDM /ICCTCn 

BM4 bb 3b U 


BM455350 


AGENCOURT 


2 9 


83 8 


60 


.9 


84 9 


10 


DK7b 24 44 


DR762444 HESC4_140 


3 0 


837.4 


60 


.9 


107 6 


4 


Ba4 02 43 8 


BX402438 


BX402438 


3 1 


83 6 


60 


.8 


83 6 


8 


CAlb4 331 


CX164331 


HESC2_15_ 


3 2 


83 2 


60 


.5 


86 5 


3 


BQ423 b4 2 


BQ423642 


AGENCOURT 


33 


831.2 


60 


.5 


983 


3 


BQObb 3 01 


BQ065301 


AGENCOURT 


34 


817.8 


59 


.5 


99 0 


4 


BX3b4 14 2 


BX354142 


BX354142 


35 


813 . 8 


59 


.2 


867 


1 


AU143015 


AU143015 


AU143015 


36 


811. 6 


59 


.0 


933 


3 


BQ439750 


BQ439750 


AGENCOURT 


37 


799. 8 


58 


.2 


864 


3 


BU543842 


BU543842 


AGENCOURT 


38 


798. 8 


58 


.1 


860 


1 


AU143555 


AU143555 


AU143555 


39 


798.2 


58 


.1 


814 


2 


BI858560 


BI858560 


603389017 


40 


794 


57 


.7 


822 


2 


BG681291 


BG681291 


602627140 


41 


781. 8 


56 


.9 


953 


2 


BG719723 


BG719723 


602690448 


42 


780. 6 


56 


.8 


1023 


4 


BX375983 


BX375983 


BX375983 


43 


779 


56 


.7 


779 


9 


DR155704 


DR155704 


HESC2_5 7_ 


44 


775. 6 


56 


.4 


907 


3 


BQ223737 


BQ223737 


AGENCOURT 


45 


774.4 


56 


.3 


776 


8 


CN281365 


CN281365 


170006000 



ALIGNMENTS 



RESULT 1 
CR6 08 68 6 

LOCUS CR608686 1501 bp mRNA linear HTC 21-JUL-2004 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 

21.rnpbm- 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rnpbm. 

start 

Go Back to previous pa 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 25, 2006, 23 : 02 :12 



Search time 1674 Seconds 
(without alignments) 
10092.890 Million cell updates/sec 



US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg cactgataggaaggtcctag 1375 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



18892170 seqs, 6143817638 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



37784340 



Post -processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Application 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7 : /EMC_Celerra_SIDS3 

8 : /EMC_Celerra_SIDS3 
9 : /EMC_Celerra_SIDS3 
10 : /EMC_Celerra_SIDS 
11: /EMC_Celerra_SIDS 
12 : /EMC_Celerra_SIDS 
13 : /EMC_Celerra_SIDS 
14 : /EMC_Celerra_SIDS 
1 5 : /EMC_Cel er ra_S IDS 
16: /EMC Celerra SIDS 



s_NA_Main: * 

/ptodata/2 /pubpna/US07_PUBCOMB . seq : * 
/ptodata/2 /pubpna/US08_PUBCOMB . seq : * 
/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
/ptodata/2/pubpna/US09B_PUBCOMB. seq:* 
/ptodata/2/pubpna/US09C_PUBCOMB.seq: * 
/ptodata/2 /pubpna/US10A_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US10B_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US10C_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US10D_PUBCOMB. seq:* 
3/ptodata/2/pubpna/US10E_PUBCOMB .seq: * 
3/ptodata/2/pubpna/US10F_PUBCOMB .seq: * 
3 / pt oda t a/ 2 / pubpna /US 1 0G_PUB COMB .seq:* 
3/ptodata/2/pubpna/USllA_PUBCOMB .seq: * 
3/ptodata/2/pubpna/USllB_PUBCOMB .seq: * 
3/ptodata/2/pubpna/USllC_PUBCOMB .seq: * 
3 / pt odat a / 2 / pubpna /US 1 1D_PUBC0MB . s eq : * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



JO . 


Score 


Match 


T OTT» *T V\ 


LfD 


±u 




1 


1 1 H C 


100 . 


.0 


x j / b 


Q 
O 


TTC_1ft-7c.1 ion .01 
UD"1U / j X - j O U Z X 


Co m i on 0 1 7\ r>T-\ 1 
OCtjUcIlCC ZX, Hppi 


Z 


X .54 b 


97 . 


.8 


1 c n o 
X b U / 


Q 

y 


uo x u /Zj - ob u - z 4 y b 


Cornion/^o 04QC A r» 
OcljUcnLc Z4Z70, *\}J 


i 
J 


t *a a c 


97 , 


.8 


1 CAT 

x b u / 


i ft 

J. u 


TTQ-1 ft - 7C.C _1 4 q _ 0 7 O 7 
Uo-lU /jo - X4j7 - ZjZj 


C o m i on po 0707 A 
OCL[UCllLC ZjZj # 


A 

4 


J. J4 b 


97 . 


.8 


x b ju 


1 


TTC-io-i to _ 1 1 q _ 1 not; 
Uj -1U "1 / z -110 X U / j 


Cornionr'o 1 D7 ^ A t-\ 
ocLjucntc x u / j , "■ir 


a 
D 


x J 4 b 


97 . 


.8 


i n 

1 jjU 


p 


UO XU JtZ OO / iU / J 


Qpmipnrp 1 ft 7 ^ A n 

OCLjuCllLC X U / J | 


b 


X .3 ft b 


97 . 


.8 


1 ci n 

15ju 


p 
0 


TTQ-1 n - 7m .ion _ 1 
UO'IU / J X - JOU -L 


Cpmipnrp 1 At-\t~» 1 ■{ 

l3CL{LIC1ILC X / ri.^^»X X 


/ 


X j4 b 


97 . 


.8 


1 cm 


q 

y 


TTC - 1 H _7n _Q7Q _4 1 C 
Uo X U /jj - o / O -ftXO 


QomiPTirp 4 1 (\ A r> t-\ 
ocv^uciiLC *± xo / /\ky^y 


Q 

o 




97 . 


.8 


1 cm 


-L u 


TTC - 1 ft PAP - 7 A - 1 77 
Uo XU 040 /jj/\-Xjj 


QomienPA 177 A r^-pv 
OCLjUClltC XJ J / -rt.^J^ 


y 


1 1 VI C 

X J4 b 


97 . 


.8 


icon 
X jj u 


J. z 


TTQ-1 ft - QCft - A1 A .TCC 
Uo - XU " JDU -4X4 - jOD 


Qprnipnr'P 7 CC Ann 

DCLJUC11L.C JOO / /-i^/^J 


X 0 


X i4 b 


97 . 


.8 


icon 
x b 0 u 


x b 


TTC-11 - ft ft ft - £ q q - q c c. 
UO'll "UUU •OOO 3jj 


QprnipnrP Q C.C Inn 

OCLJUCllLC J JJ , M.^/k^ 


X 1 


1 7 A C 


97 . 


.8 


ZIUj 


q 


TTC-lft-707 _PCn - fifi^Q 
UD XU /Zj OOU ODj y 


C q rn lpnrp CC^Q A r\ 

OC ClluC O O J / rt^J 


1 O 
1 Z 


1 1 A A C 


97 , 


.8 


1 CC1 

1 JJ J 


0 
J 


TTQ - HQ - QOC, - ini -70^ 
U&~wj ~^7Zj - JU1 - jUj 


Cpmiprir'P 7 ft R A n t> 


X O 


1 1 1 A A 

1 j j 4 . ft 


97 , 


.0 


-L J -3 Z 


D 


ttq _i n - i i c - ftn9 - lfic. 

UO -LU -L-LO Ow^ IOj 


( Jpmipnr , p 1 R Atrn 


1 A 

X 4 


1 O C "3 £T 

X z b j . b 


91 , 


.2 


1 RO C 
1 jZ 0 




TTC-1 ft - dClfj - 7C7 - Q7R7 
Uu 1U 1 jU /Oj -/jJ / 


Qpmipn^p Q1R7 An 
ocv^ucn^c w j j / / 


1 b 


x xy U . b 


86 


.6 


117 / 


0 
j 


TTQ - HQ - QQd -4 1 O - 0 


cprni on r*o 0 Ann! "i 


X D 


QCQ C 

y b y . b 


69 


.8 


X Z *i / 


■7 


ttq - in.nfit; -1 Qft -1 OQ 

UO Xv vOj J.Z70 ±\J J 


Qpmipnrp 1 09 Ann 


1 / 


Q 7 7 Q 

y j o . o 


67 


.9 




1 c 
x 0 


TTQ-11 -lOft-fifil -41 Rc; 

UO XX J.ZO UD1 1J.JJ 


qpmipnrp 4 1 R ^ An 


1 O 


Q O O Q 

y j o . o 


67 


.9 


1 a n n 
X 1 u u 


x b 


TTQ-11 - 1 0 P - 04 Q - A 1 R c 
UO'll _ XZo U4j7 - 4XJJ 


Co mi on r*o 4 1 R ^ An 


l y 


Q O "3 o 

y j j . o 


67 


.9 


14U j 


1 C 

X b 


TTQ-11 -19R-nC1 -R17 
UO XX XZO UOX ~DXj 


Comionr'o R 1 7 Ann 


Z U 


1 Q 

yj j . o 


67 


. 9 


1 / AT 

X 4 U J 


1 c 
x b 


TTQ-11 -10ft-n4Q-R17 


Comionr'o R 1 7 Ann 


Z 1 


f r ^ ^ 
DO J . O 


47 


.5 


oz b 


-j 
j 


TTQ HQ-777 -4^Q -1 0 
Uo-U? " / / j ~4jj7 X Z 


Cornionr^o 1 0 Annl 
OC^UCllUC X^/ n^pi 


Z Z 


ceo c 
6 b i . b 


47 


.5 


• oz b 


•7 


TTQ 1 n.lKI _QC7_10 
Uo-XU-jjX "JJJ - XZ 


Qormonr"0 1 0 Annl 


2 3 


4 5 9.4 


33 


.4 


OjO 


-> 


TTQ (1Q Q7Q .1 OC 

uo-uy O / i7 - jJO - loo 


Qpmipnrp 1 P £. Ann 


2 4 


424 . 2 


30 


.9 


O /I Q 

o4 y 


i n 
X U 


TTQ 1 ft A C fi 7C7 Q7t^C 

Ub-lU -4bU - /bj -yjbb 


CpmiPTinP Q O c C An 


2 5 


4 0 6.8 


29 


. 6 


C O V! 

bz 4 


i n 
X U 


TTQ in dCft 7C7-q7CC 
UO-IU _ 4bU /Oj "7jj j 


Co <*n lonr'o Q 1 R i> An 
DCLJUCIlLc J j J J , **h J 


2 6 


37 7 


27 


.4 


TO 1 

/z X 


1 c 
X b 


TTQ 11 17C ^O7-1ft70 
Uo-XX -XjO -bz / " 1U / z 


Comionr'o 1 ft70 An 

OC^UCULC X \J 1 A i kJ 


2 7 


361.2 


26 


.3 


o o c o 
z J b z 


X b 


TTQ 11 lOP ftCI _ 4 O ft 
Uo-xx -XZO -UbX -4ZU 


O d r~r\ i /^p 40ft Ann 
OcyUcHLC H. £.\J , ^-tr ir 


2 8 


361.2 


26 


.3 


O O EC O 

z 3b z 


X b 


TTC 11 lOQ ft / Q AOft 

uo-xx -xzo -U4y -4zu 


Co/nmoni^o 40ft Ann 


2 9 
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26 


.2 


145 2 


J 


TTO ftO QC/I /ICC CQC 

Uo -uy-yb4 -4bb -byb 


C o /ti ion/*^o C QC Arcn 
ocqUcIiLc D 5 j / 


3 0 


359.6 


26 


.2 


1 A C O 

X 4 b z 




TTC HO QC/l /ICC 117 7 

uo-uy-yb4 -4bb - xxjj 


C o rn lonP'O 1177 An 
DC LJU till L, C XXjj/ 


3 1 


359.6 


26 


.2 


1452 


3 


TTO HQ OOft 1 A7 OOnO 

Uo - Oy-ooU -XU/ -ZjUo 


C o ion/^o 07ftP A-n 

bequencc zjuo, /\p 


3 2 


359.6 


26 


.2 


14 5 2 


i 


tto no Qcn ncQn i z c 
Uo - U y - y o / - / boA-X4b 


C o /t non/^o 1 4 t\ A t^t^ 

Ljcquciicc X4 j , -ripp 


33 


359. 6 


26 


.2 


1452 


3 


US-09-954 -531-147 


Sequence 147, App 


34 


359. 6 


26 


.2 


1452 


3 


US-09-292 -758 -27 


Sequence 2 7, Appl 


35 


359. 6 


26 


.2 


1452 


3 


US-09-873 -367C-1008 


Sequence 1008, Ap 


36 


359. 6 


26 


.2 


1452 


6 


US-10-171-581 -136 


Sequence 136, App 


37 


359. 6 


26 


.2 


1452 


8 


US-10-641 -643 -1048 


Sequence 1048, Ap 


38 


359. 6 


26 


.2 


1452 


10 


US-10-843 -641A-1008 


Sequence 1008, Ap 


39 


359. 6 


26 


.2 


1452 


10 


US-10-843 -641A-1214 


Sequence 1214, Ap 


40 


359. 6 


26 


.2 


1452 


10 


US-10-843-641A-3722 


Sequence 3722, Ap 


41 


359. 6 


26 


.2 


1452 


10 


US-10-843 -641A-416 0 


Sequence 4160, Ap 


42 


359. 6 


26 


.2 


1452 


10 


US-10-843 -641A- 629 0 


Sequence 62 90, Ap 


43 


359. 6 


26 


.2 


1570 


6 


US-10-098 -841 -236 


Sequence 236, App 


44 


359. 6 


26 


.2 


1578 


7 


US-10-388-360-292 


Sequence 2 92, App 


45 


359. 6 


26 


.2 


1578 


8 


US-10-188-832-122 


Sequence 122, App 



ALIGNMENTS 



RESULT 1 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 
21.rng, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rng. 

start 

Go Back to previous p age 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



May 25, 2006, 22:07:14 ; Search time 947 Seconds 

(without alignments) 
10123.381 Million cell updates/sec 

US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg cactgataggaaggtcctag 1375 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 5244920 seqs, 3486124231 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



10489840 



Database : N_Geneseq_8 : * 

1: genes eqnl 98 0s : * 

2: geneseqnl990s : * 

3: geneseqn200 Os : * 

4 : geneseqn2001as : * 

5: geneseqn2001bs : * 

6 : geneseqn2 002as: * 

7: geneseqn2 002bs : * 

8 : geneseqn2 00 3as : * 

9: geneseqn2003bs : * 

10: geneseqn20 03cs : * 

11 : geneseqn20 03ds : * 

12: geneseqn2 0 04as : * 

13: geneseqn20 04bs : * 

14: geneseqn2005s : * 

15 : geneseqn20 06s : * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



lo . 


Score 


Match 


Length 


Dhs 


ID 


Des cr ip t i on 


1 


137 5 


100 . 


.0 


13 7 5 


1 2 


A C A O A 
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AQ02bfioU tnimeric 


2 
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100 . 


,0 
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1 o 
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97 . 


.8 
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4 
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4 


1 34 5 


97 , 


.8 


1 C A T 

1 bU 7 


"1 o 

1 z 


ALjyi 3D / / 


A /~r 1 Unman c/^'F 
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6 
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.8 
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1 1 
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7 
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aHvl 4R77 nwa prirnH 
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1 34 d 


97 
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1 1 
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*l O A C 

134 5 


97 


.8 
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1 bo U 


1 4 


AD4U y b / o 


AH7HQR7fi Human V>r" ^ 
/iU^u _7 3 / o n u.iuaii ui c 


17 


1 O A C 

134 b 


97 


.8 


icon 
1 bo U 


1 ft 


A.EjCO 2 D / ft 


nC LO ^ j / 4 di caot L. a 


18 


134 5 


97 


.8 


i c o a 
1 bo 0 


14 


A un CQQ1 

ArjU / b y y i 


Act / j??l bcllcUl t III 


19 


134 5 


97 


.8 


i c o a 
1 bo U 


1 b 


A "CT7 Q /IQIO 

Ahjiio floo2 


appR4R^9 TMPHT4 ma T 
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134 5 


97 


.8 
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2 10 o 
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97 


.8 
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22 
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97 


.0 
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9 
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23 
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2 5 


133 3 


96 


.9 


154 6 


1 O 
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A/^t-QACCD Unman <*ron 
AatrUODO rtUluall yell 


2 6 


133 3 


96 


. 9 


1 54 6 


i o 
1 o 


A TAT' Q A 1 A C 

adi y U 1 fl b 


A^t"Qni A Human n^n 
M.L1 L y u l t j nuiiian yen 


27 


133 3 


96 


. 9 


154 6 


13 


A TST" Q A O 1 A 

ADI y Uo 1U 


H/^hClrtT 1 n Unman npn 
1U rtUiiiaii yell 


28 


132 6 


96 


.4 


1981 


2 


A A WO 1D1 1 

AAVoo /ll 


AaT7 , Q0'7T 1 Mi i 1 a ~\ f a 
AaVoj /x± ivutlclL a. 


2 9 


1253.6 


91 


.2 


152 6 


5 


A A O O O CCO 

AAS/o bb o 


AaS /ODDO UiNA eiicoci 


3 0 


1214 . 4 


88 


.3 


1401 


3 


7iT3Tri »-) A O O 

AdK12 02 o 


A Vvlr T O A O 0 Ui l ma n r~> \rf 

ADKiz uz j rtuman eye 


3 1 


959.6 


69 


. 8 


124 7 


6 


ATMJ/1 O OO C 

ADH4 o o2 b 


/\UXlfiOO<&D lMe>V*iO LOU 


32 


933 . 8 


67 


.9 


140 0 


14 


AEE14 644 


A«o1 A C A A U a m q f" O 

Aeei ft b ft ft rtaluS tc IT o 


33 


933.8 


67 


. 9 


14 0 3 


1 4 


7V riril 1 A AO 

AEE1 10 02 


7\ o q 1 1AAO U a m c t~ <a T" 


34 


653 . 6 


47 


.5 


826 


3 


AAZ58645 


Aaz5864 5 Pancreati 


35 


653 . 6 


47 


. 5 


826 


14 


ACL61419 


Acl61419 Human col 


36 


559 


40 


.7 


572 


3 


ABK12024 


Abkl2 02 4 Human eye 


37 


507. 2 


36 


. 9 


525 


4 


AAH05869 


Aah05 86 9 Human cDN 


38 


493.4 


35 


. 9 


694 


13 


ADQ55700 


Adq5 57 00 Novel can 


39 


485. 6 


35 


.3 


497 


3 


AAC02111 


Aac02111 Human sec 


40 


459. 4 


33 


.4 


638 


3 


AAZ80102 


Aaz80102 Human col 


41 


424 . 2 


30 


. 9 


645 


12 


ADP2 8717 


Adp2 8717 Human sec 


42 


424 . 2 


30 


. 9 


849 


5 


AAS73552 


Aas73 55 2 DNA encod 


43 


424 . 2 


30 


. 9 


849 


12 


ADP2 8716 


Adp2 8716 Human sec 


44 


406.8 


29 


.6 


524 


5 


AAS73551 


Aas73 551 DNA encod 


45 


403 


29 


.3 


504 


10 


ADF79642 


Adf79642 Leukaemia 



ALIGNMENTS 



RESULT 1 
ADO26480 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 
21-rge, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rge. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



Title : 

Perfect score: 
Sequence : 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



arch time 8118 Seconds 
(without alignments) 
10831.203 Million cell updates/sec 



OM nucleic - nucleic search, using sw model 
Run on: May 25, 2006, 22:29:33 ; Se. 



US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg cactgataggaaggtcctag 1375 



Searched: 6366136 seqs, 31973710525 residues 

Total number of hits satisfying chosen parameters: 12732272 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : GenEmbl:* 



1 




gb_env: 


* 


2 




gb_pat : 


* 


3 




gb_ph : * 




4 




gb_pl : * 




5 




gb_pr : * 




6 




gb_ro : * 




7 




gb_st s : 


* 


8 




gb_sy : * 




9 




gb_un : * 




10 


gb_vi : 


* 


11 


gb_ov : 


* 


12 


gb_htg 


: * 


13 


gb_in: 


* 


14 


gb_om : 


* 


15 


gb_ba: 


* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



lo . 


Score 


Match 


Length 


DB 


TTl 
ID 


Description 


1 
1 




100 . 


0 


1 3 1 D 


Z 


fiT? A A Q Q*7 fi 


AKft ft o j i u ocquencc 


2 


134 5 


97 . 


8 


150 7 


Z 


BD 1 b o Z b b 


CCOCC Dr-I mav f ft 

ouiDD^oD rrimer to 


3 


134 5 


97 . 


8 


1 C A *7 

1 bU / 


z 


AV QIC CI A 

AAo /ob/4 


YD TC Co on 1 an o a 

AAo / D D / ft ocquciic e 


4 


134 5 


97 . 


,8 


1507 


5 


A V A A 1 A f\ A 

AKUUl 4 U 4 


AJ\UUXftUft nomo Sapi 


5 


134 5 


97 . 


.8 


"1 C I A 

153 0 


Z 


OOl Qrn T)f 

m 9 b 9 / z b 


Ly9b9/zo oecjuence 


6 


134 5 


97 . 


8 


1 r T ft 

153 0 


Z 


0"0\ Q q n /l Q 

Ly 9 o i 3 4 o 


Ly9o±3fto oecjuerice 


7 


134 5 


97 . 


.8 


153 0 


2 


Lb U3 1 1 / / 


LoU3±±/ / oecjuence 


8 


134 5 


97 . 


.8 


153 0 


2 


O* C? A /I A 1 AO. 

Lo04U lz 9 


OiOA^AIIO d e\ y-ri i t-i /-^ 

LoUftuiz9 oecjuence 


9 


134 5 


97 . 


.8 


153 0 


2 


oo a c-y AT o 


LoUbiujo oecjuence 


10 


134 5 


97 . 


.8 


153 0 


2 


CS080 819 


CS080819 Sequence 


11 


134 5 


97 . 


.8 


153 0 


2 


PC 1 1 O A A O 

Lb 1 lo 908 


Loiioyuo oecjuence 


12 


1345 


97 . 


8 


153 0 


2 


010 1 f "l ft ft 1 

CS 161 90 1 


Loioi9Ui oecjuence 


13 


134 5 


97 . 


.8 


153 0 


2 


AR448 96 8 


AK44o9bo oecjuence 


14 


134 5 


97 . 


.8 


153 0 


2 


7v v o ft rs o n 

AX779 987 


ax/ /99o / bequence 


15 


132 9 


96 . 


.7 


1361 


5 


T-) /-l ^ ft r- ft ft /"" 

BC105 08 6 


BLlUbUob rlOITlO Sapl 


16 


132 9 


96 


.7 


1361 


5 


T"\ O* 1 ft fT 1 T A 

BC105 112 


BLIUbllZ rlOTTlO Sapl 


17 


132 6 


96 


.4 


1981 


2 


BDlOo 7b 0 


dliiud / du Lyciin- 11 


18 


1312 . 4 


95 , 


.4 


1497 


5 


AKZZZ 611 


AJS.Z zz oil nonio sapi 


19 


130 0.6 


94 


.6 


1551 


5 


AB168 913 


AT3T CQQ1 O Ma oa fa 
ADlboyiJ MaCaCa La 


2 0 


130 0.4 


94 


.6 


1502 


5 


AF 087 910 


A'OAO r 7QT A TI r~\ ty\ r> e» a t 

ArUo/9XU nOTuO Sapi 


2 1 


1275.2 


92 


.7 


14 9 6 


b 


ABlb9 Uo4 




22 


126 6 


92 


. 1 


143 3 


5 


ABOZO 9o 1 


MJAOAQQI Unmr\ ca r>i 


23 


1216 


88 


.4 


1401 


5 


A "C A A A Q A A 

AFOUz oz z 


B Urt flO QO O Unman r*\/r* 
i\rUUZoZZ nuiuall t-yc 


2 4 


1197 


87 


.1 


1 A A C 

12 0 6 


b 


nn c "5 "5 C A «7 

LKb33 bz / 




25 


1195.4 


86. 


. 9 


1197 


8 


Ti \7 A A 1 1 /I ^ 

AY8 9114 3 


Ai 114 j oyiiuncLH. 


26 


1195.4 


86 


.9 


119 7 


8 


Tat* A 1 Q yl C *7 

BJL 019 4 b / 


dta i Qvrihhpf "i r 


27 


1193.8 


86 


.8 


119 7 


o 
8 


7VVOQ1 1 /l A 

Ax 891 14 Z 


AVQQ1 1 AO Qx/n 1- Vi c»t* "i o> 
/\it5i7XXftZ OyiiUllcL. ±C 


2 8 


1193.8 


86 


.8 


119 7 


8 


A 1 Q /I c c 

Bi 019 4 b d 


BlU-L-7fxjo oyilUflcU lv* 


2 9 


1192.2 


86 


.7 


1197 


5 


BT 019 4 5 8 


BlU19ftbo xlOTTlO Sapi 


3 0 


1174 


85 


.4 


134 2 


2 


CQ 726 84 4 


Ly/zbofift oecjuence 


31 


1034 . 6 


75 


.2 


150 5 


14 


BTOz 064 8 


BlUZUbfio BOS taUru 


32 


1032 . 6 


75 


.1 


1465 


14 


BT02 1153 


Bioziib3 bos cauru 


33 


1032 . 4 


75 


.1 


1472 


14 


Ti m ft ft ft o o ft 

BT02 06 69 


Biozubb9 bos tauru 


34 


1025.4 


74 


.6 


1454 


14 


BT020762 


BT020762 Bos tauru 


35 


1021.4 


74 


.3 


1452 


14 


BT020822 


BT020822 Bos tauru 


36 


1003 . 6 


73 


.0 


1446 


14 


BT021700 


BT021700 Bos tauru 


37 


982 . 2 


71 


.4 


1299 


14 


AF080219 


AF080219 Bos tauru 


38 


966.4 


70 


.3 


174811 


5 


AC147318 


AC147318 Pan trogl 


39 


965 


70 


.2 


1520 


6 


BC088212 


BC088212 Rattus no 


40 


965 


70 


.2 


1533 


6 


BC097952 


BC097952 Rattus no 


41 


961. 8 


69 


.9 


263877 


12 


AC128535 


AC128535 Rattus no 


42 


961. 8 


69 


.9 


312946 


12 


AC109691 


AC109691 Rattus no 


43 


960. 8 


69 


. 9 


101768 


5 


AC006465 


AC006465 Homo sapi 


44 


959. 6 


69 


.8 


1247 


2 


AX921116 


AX921116 Sequence 


45 


959. 2 


69 


.8 


170513 


12 


AC023603 


AC02 36 03 Homo sapi 



ALIGNMENTS 



RESULT 1 
AR448970 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 

22,p2n,rni. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-22.p2n.rni. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 
Run on: May 25, 2006, 23:43:04 



Search time 2 56 Seconds 
(without alignments) 
4473.119 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table : 



US-10-751-380-22 
2077 

1 EFGRKKRRQRMALLRRPTVS 



I PQLNS KAVKDLAS PL IGRS 4 08 



BLOSUM6 2 
Xgapop 10 
Ygapop 10 
Fgapop 6 
Delop 6 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters: 2807332 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Pos t- process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MOD EL=f r ame +_p2 n . mode 1 - DEV =x lh 

-Q=/abss/ABSSWEB_spool/US107 5138 0/runat_2 50 52 00 6_1045 09_19740/app_query . f asta_l 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n. rni -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT = 0 -UNITS=bits - START = 1 - END = - 1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-MOD E= LOCAL -0UTFMT=pto -NORM=ext -HEAPS IZE= 50 0 -MINLEN=0 -MAXLEN=20 00 000000 
-HOST=abss02h -USER=US10 7513 80_@CGN_l_l_204_@runat_25 05 20 06_104 50 9^19 74 0 
-NCPU=6 -ICPU=3 -N0_MMAP -NEG_S CORES = 0 -WAIT -DSPBLOCK= 10 0 -LONGLOG 
-DEV_TIMEOUT=120 -WARN_TIMEOUT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAP0P=6 
-FGAPEXT = 7 -YGAPOP=10 -YGAPEXT = 0.5 -DELOP = 6 -DELEXT= 7 

Database : Issued_Patent s__NA : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_C0MB. seq: * 
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2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/6A_COMB . seq : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB .seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB. seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB. seq: * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/PP_COMB . seq : * 

9 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/RE_COMB . seq : * 

10: /EMC_Celerra_SIDS3/ptodata/2/ina/backfilesl .seq:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


2 02 5 


97 


. 5 


1 -} *~1 c 

137 b 


3 


TTO 

Ub 


1 A 

-10 


A O O 

- 083 


- oo9 - 2 1 


Sequence 


2 1 , App 1 




2 


2 02 5 


97 


. 5 


1519 


3 


US 


-09 


- 94 9 


A 1 C A "5 C 1 

-016 -43b / 


Sequence 


4 3b/, Ap 




3 


o a o c 
2 02 b 


97 


. 5 


i c "3 a 
1 b J 0 


3 


TTO 

Ub 


-10 


- 0o3 


O O Q 1 

- oo9 - 1 


Sequence 


1 , Appl i 




4 


109 0 


52 


. 5 


82 6 


3 


TTO 

US 


A Q 

-09 


O O *7 

-33 7 


-171 - 12 


Sequence 


1 2 , App 1 




5 


109 0 


b2 


. 5 


o o c 
o 2 6 


3 


TTO 

Ub 


A Q 

-09 


- / /3 


/ICQ TO 

-4b9 -12 


Sequence 


1 O TV -»^t> 1 

1 2 , App 1 




6 


102 8 


A Q 

4 9 


. 5 


1 "i A O 


<-> 
Z 


TTO 

Ub 


A D 


A O C 

-42 b 


-2 99 A- 1 


Sequence 


1, Appli 




7 


102 8 


4 9 


. 5 


1 A C 1 

14b Z 


Z 


TTO 

Ub 


-08 


-187 


-785 -2 


Sequence 


2 , Appl 1 




8 


102 8 


49 


. 5 


145 2 


3 


US 


-09 


-023 


/•rr 1 A /I O 

-65b -104 8 


Sequence 


1 A A O A »-\ 

1 0 4 o , Ap 




9 


1028 


49 


. 5 


145 2 


4 


US 


-09 


-880 


TAT 1 T A O 

-107 -230 8 


Sequence 


2 3 0 o , Ap 




10 


1028 


49 


. 5 


212 2 


3 


US 


-09 


- 94 9 


AT/" *3 /I A T 

-016 -3401 


Sequence 


O /I A 1 7V-f\ 

34 01, Ap 




11 


1000.5 


48 


. 2 


133 6 


3 


US 


-10 


-083 


-889 -25 


Sequence 


2 5 , App 1 




12 


111 


37 


. 4 


23 93 2 


3 


US 


-09 


-949 


-016 -160 99 


Sequence 


1 QQ TV 

160 99, A 




13 


74 8 . 5 


36 


. 0 


63 8 


3 


TTO 
US 


A Q 

-09 


-328 


111 T O £T 

-111 - lo6 


Sequence 


IOC T\nr\ 

1 06 , App 




14 


63 5 


30 


. 6 


4 9 7 


3 


US 


-09 


-513 


-999 C - 210 9 


Sequence 


O T AO A v-\ 

2109, Ap 


c 


15 


55 6 


26 


. 8 


53 2 


3 


us 


-09 


-389 


-681 -432 


Sequence 


4 32, App 


c 


16 


556 


26 


. 8 


53 2 


3 


us 


-09 


-620 


-4 Ob B - 4 32 


Sequence 


A 1 1 A -»^v> 

4 3 2, App 


c 


17 


556 


26 


. 8 


53 2 


3 


us 


-09 


-433 


-826 B- 432 


Sequence 


4 3 2, App 


c 


1 8 


c c tz 

bb 6 


26 


o 
. o 


C "3 O 

b 3 Z 


3 


TTO 

Ub 


A Q 

- U9 


C A A 


- 2o /A- 4 J 2 


Sequence 


4 J Z , App 


c 


19 


556 


26 


. 8 


532 


3 


US 


-09 


-834 


-759 -432 


Sequence 


4 32, App 


c 


20 


556 


26 


. 8 


532 


3 


us 


-09 


-590 


-751A-432 


Sequence 


43 2, App 


c 


21 


556 


26 


.8 


532 


3 


us 


-09 


-551 


-621-432 


Sequence 


4 32, App 


c 


22 


556 


26 


.8 


532 


3 


us 


-09 


-551 


-621A-432 


Sequence 


43 2, App 


c 


23 


556 


26 


. 8 


532 


3 


us 


-10 


-076 


-622 -432 


Sequence 


4 32, App 


c 


24 


556 


26 


.8 


532 


4 


us 


-10 


-124 


-805 -432 


Sequence 


4 32, App 




25 


54 7. 5 


26 


.4 


1476 


3 


us 


-09 


-487 


-558B-77 


Sequence 


77, Appl 




26 


531. 5 


25 


. 6 


1636 


3 


us 


-09 


-496 


-444 -1 


Sequence 


1 , Appl i 




27 


501. 5 


24 


.1 


1497 


3 


us 


-09 


-248 


-796A-5917 


Sequence 


5917, Ap 




28 


497. 5 


24 


. 0 


1521 


3 


us 


-09 


-248 


-796A-1467 


Sequence 


14 67, Ap 




29 


490 


23 


. 6 


1618 


3 


us 


-09 


-684 


-169-1 


Sequence 


1 , Appl i 




30 


487. 5 


23 


.5 


1752 


2 


us 


-08 


-463 


-090B-4 


Sequence 


4, Appli 




31 


482 . 5 


23 


.2 


15192 


3 


us 


-09 


-949 


-016-15143 


Sequence 


15143, A 




32 


475 . 5 


22 


. 9 


1424 


3 


us 


-09 


-949 


-016-4092 


Sequence 


4092, Ap 




33 


475. 5 


22 


.9 


1743 


3 


us 


-09 


-949 


-016-564 


Sequence 


5 64, App 




34 


443 . 5 


21 


.4 


2748 


3 


us 


-09 


-270 


-767-13675 


Sequence 


13675, A 




35 


424 


20 


.4 


1634 


2 


us 


-08 


-460 


-895-1 


Sequence 


1 , Appl i 




36 


424 


20 


.4 


1634 


3 


us 


-09 


-210 


-889-1 


Sequence 


1 , Appl i 




37 


424 


20 


.4 


1649 


2 


us 


-08 


-692 


-787 -8 


Sequence 


8 , Appl i 




38 


424 


20 


.4 


1649 


3 


us 


-09 


-097 


-199 -8 


Sequence 


8 , Appl i 




39 


424 


20 


.4 


1649 


3 


us 


-09 


-023 


-655 -1268 


Sequence 


1268, Ap 




40 


424 


20 


.4 


2091 


3 


us 


-09 


-949 


-016-4548 


Sequence 


4 548, Ap 




41 


348 


16 


.8 


345 


3 


us 


-09 


-016 


-434 -679 


Sequence 


6 79, App 




42 


316 


15 


.2 


601 


3 


us 


-09 


-949 


-016 -155713 


Sequence 


155713, 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 
22.p2n.rng, 

S core Home R etrieve A p plication SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 
751-380-22.p2n.rng. 

start 

Go Back to previous p ag e 

GenCore version 5.1.8 
Copyright (c) 1993 - 20 06 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: May 25, 2006, 23:12:04 ; Search time 675 Seconds 

(without alignments) 
6321.505 Million cell updates/sec 

Title : US- 10 -751 -380 -22 

Perfect score: 2077 

Sequence: 1 EFGRKKRRQRMALLRRPTVS I PQLNS KAVKDLAS PL IGRS 408 



Scoring table: 



Searched: 



BLOSUM6 2 
Xgapop 10 . 0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 



10489840 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- MOD EL = f r a me +_p2 n . mo de 1 - DEV =x lp 

-Q=/abss/ABSSWEB_spool/US107 513 8 0/runat_2 50 52 00 6_1045 02_196 37/app_query .f asta_l 
-DB=N_Geneseq -QFMT=fastap -SUFFIX=p2n. rng -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 -TRANS = hum an 4 0 . cdi -LIST=45 
-DOCALIGN=20 0 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUT FMT=pt O -N0RM=ext -HEAPS IZE= 50 0 -MINLEN= 0 -MAXLEN=20 00 00 00 00 -HOST=abss06p 
-USER=US10 7513 80_@CGN_l_l_114 7_@runat_2 50 52 006_1045 02_196 37 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT = 0.5 -DELOP=6 -DELEXT= 7 



Database : N_Geneseq_8 : * 

1 : geneseqnl980s : * 
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2 : geneseqnl99 0s : * 

3: geneseqn2000s : * 

4 : geneseqn2 00las : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7: geneseqn2002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2003bs : * 
10: geneseqn2003cs : * 
11: geneseqn2003ds :* 
12: geneseqn2004as : * 
13: geneseqn2004bs : * 
14: geneseqn2005s : * 
15 : gene seqn2 0 06s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


2 02 5 


97 


5 


1375 


12 


AD02 64 8 0 


AdO2o4o0 Chimeric 


2 


2 02 5 


97 


5 


1375 


12 


ADQ6 0193 


Adq6 0193 Human eye 


3 


2 02 5 


97 


5 


1507 


4 


AAH14 263 


Aanl4 26 3 Human cdn 


4 


2 02 5 


97 


5 


1507 


12 


ADQ1 96 77 


Aaql96 77 Human sot 


5 


2 02 5 


97 


5 


153 0 


10 


ADF8 15 88 


Aat8i588 Leukaemia 


6 


2 02 5 


97 


. 5 


153 0 


1 1 


ADN9 52 7 6 


Aan9 52 76 Human BEC 


7 


2025 


97 


5 


153 0 


12 


AD02 64 60 


Ado2 64 60 Human eye 


8 


2025 


97 


. 5 


1530 


12 


ADN03889 


Adn0 38 89 Antipsori 


9 


2025 


97 


.5 


1530 


12 


ADQ0 92 31 


Adq0 92 31 Human CCN 


10 


2025 


97 


.5 


1530 


12 


ADQ60173 


Adq6 0173 Human cDN 


11 


2025 


97 


.5 


1530 


13 


ADR2 5214 


Adr2 5214 Breast ca 


12 


2025 


97 


.5 


1530 


13 


ACN39816 


Acn39816 Tumour-as 


13 


2025 


97 


.5 


1530 


13 


ADU05981 


Adu05981 Novel bro 


14 


2025 


97 


.5 


1530 


14 


ADY14 8 77 


Adyl4 8 77 DNA encod 


15 


2025 


97 


.5 


1530 


14 


ADY61817 


Ady61817 Human gen 


16 


2025 


97 


.5 


1530 


14 


ADZ0 95 78 


Adz0 95 78 Human bre 


17 


2025 


97 


.5 


1530 


14 


AEC82574 


Aec82574 Breast ca 


18 


2025 


97 


.5 


1530 


14 


AEC75991 


Aec75991 Genetic m 


19 


2025 


97 


.5 


1530 


15 


AEE84832 


Aee84832 IMPDH mar 


20 


2025 


97 


.5 


1532 


9 


ACH03 96 0 


Ach03 96 0 Human cDN 


21 


2025 


97 


.5 


1546 


13 


ADT9 0024 


Adt90024 Human gen 


22 


2025 


97 


.5 


1546 


13 


ADT8 9914 


Adt8 9914 Human gen 


23 


2025 


97 


.5 


1546 


13 


ADT9 05 58 


Adt9 05 58 Human gen 


24 


2025 


97 


.5 


1546 


13 


ADT9 0145 


Adt9 014 5 Human gen 


25 


2025 


97 


.5 


1546 


13 


ADT9 0310 


Adt9 0310 Human gen 


26 


2025 


97 


.5 


1981 


2 


AAV83 711 


Aav83711 Nucleic a 


27 


2025 


97 


.5 


2103 


12 


ADQ23839 


Adq2 38 3 9 Human sof 


28 


2019 


97 


.2 


1401 


3 


ABK12023 


Abkl2 02 3 Human eye 


29 


2019 


97 


.2 


1553 


3 


AAC77911 


Aac77 911 Human can 


30 


1922.5 


92 


.6 


1526 


5 


AAS73553 


Aas73553 DNA encod 


31 


1780 


85 


.7 


1400 


14 


AEE14644 


Aeel4644 Hamster S 


32 


1780 


85 


.7 


1403 


14 


AEE11002 


Aeell002 Hamster c 


33 


1605. 5 


77 


.3 


1247 


6 


ADH48825 


Adh4 8 82 5 N0V4 6 cod 


34 


1090 


52 


.5 


826 


3 


AAZ58645 


Aaz58645 Pancreati 


35 


1090 


52 


.5 


826 


14 


ACL61419 


Acl61419 Human col 


36 


1028.5 


49 


.5 


7477 


8 


ACC44 992 


Acc44992 Vector pC 


37 


1028.5 


49 


.5 


7477 


9 


ADB85371 


Adb85371 Vector DN 
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SCORE Search Results Details for Application 
10751380 and Search Result us-10-751-380- 

21.rnpbn. 



S core Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rnpbn. 

start 

Go Back to previous p ag 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 23: 06 : 04 



US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg . 



Search time 58 Seconds 
( wi thout al ignments ) 
2676.139 Million cell updates/sec 



. cactgataggaaggtcctag 1375 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



242596 seqs, 56442199 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



485192 



Database : 



Publ ished_Appl icat ions_NA_New : * 



/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 



/ptodata/2/pubpna/US09_NEW_PUB .seq: * 
/ptodata/2/pubpna/US06_NEW_PUB .seq: * 
/ptodata/2/pubpna/US07_NEWJPUB . seq : * 
/ptodata/2 /pubpna/US08_NEW_PUB . seq : * 
/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 
/ptodata/2 /pubpna/US10_NEW_PUB . seq : * 
/ptodata/2 /pubpna/USll_NEW_PUB . seq : * 
/ptodata/2 /pubpna/US60_NEW_PUB . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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iNO . 


Score 


Match 


T ^ t~ Vl 

Lieny t. n 


nn 

UD 












Description 




-L 


± 3 4 b 


97 


8 


i ri n 

J. b3 u 


c 

D 




-in 


-DUD 


_ Q7 ft 
- 7Z O 


- 1 Q ft 


Sequence 


198, App 




o 
z 


1 c; q c 


26 


2 




c 

O 


TJC 


-in 




J z 0 


- ^ 1 ft 

JlO 


Sequence 


318, App 




-j 
j 


±4 0 . 0 


10 


8 




7 


Tic; 


-11 


-917 
z ± 1 


- DZ 5 


- ft nn 14 


Sequence 


80034, A 




*i 


1d7 £ 


10 


7 


J- *i Z J 


7 




-11 


-917 
z ± / 


-529 


-997 


Sequence 


997, App 




c 
D 


±4 4 . z 


10 


5 


Q 4 

y b 4 


7 
/ 


TTC 
UO 


-11 
-11 


-717 
Z J. / 


-529 


-4737 


Sequence 


4737, Ap 




D 


ii y . b 


10 


2 


1 ZO 4 


7 


TTC 


-11 


O 1 7 
- Z 1 / 


-529 


-75842 


Sequence 


75842, A 




7 


1 7 Q 

iz y 


9 


4 


1 TOT 

1 ZO / 


7 
/ 


TTC 

Uo 


-11 
-11 


71 7 

-zl / 


-529 


-347 


Sequence 


347, App 




Q 

o 


i 7 c 7 
lz b . z 


9 


1 


1 A1 1 
14/3 


7 


TTC 

Uo 


-11 


717 
-zl / 


-529 


-2706 


Sequence 


2706, Ap 




y 


1 O /I 

lz 4 


9 


0 


1 1 
1/4 3 


7 


TTC 

Uo 


-11 


- 14 b 


-307A-42 


Sequence 


42 , Appl 




i a 
1 U 


I 1 Q 1 

II O . Z 


8 


6 


1 Q 1 "3 
1 o3 3 


b 


TTC 

Uo 


1 A 

- 1U 


Q C 1 

- y b3 


1 A Q 

- 34 y 


111 TO 

-131 /o 


Sequence 


13178, A 




± 1 


I 1 r A 

II b . 4 


8 


5 


1 c\a 7 
1 u*± / 




TTC 
UO 


-11 


717 

-zl / 


- bz y 


0 1 c 1 1 
-olb 13 


Sequence 


81613, A 




1 1 

1 z 


i i a 
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8 


4 


1 1 n q 
1 3 u 0 


7 


TTC 
Uo 


-11 


717 

-zl / 


C 1 Q 

- bzy 


- /y 0 ib 


Sequence 


79016, A 




1 3 


1 A C Q 

10 b . o 


7 


8 


1 b 0 z 


b 


TTC 

Uo 


1 A 
- 1U 


- bUb 


Q 1 Q 

-yzo 


1 C A 

-3b4 


Sequence 


3 64, App 




1 /I 


Q Q 1 

y y . z 


7 


2 


1 14 3 


7 


TTC 
Uo 


- ± J. 


-717 
-Zl / 


coo 

-bzy 


/lire 

-41b b 


Sequence 


416 5, Ap 




1 b 


Q 7 7 

y z . z 


6 


7 


1 CI Q 


/r 
D 


TTC 
Uo 


-in 


- j7D3 


-34 y 


- 14b 3b 


Sequence 


14536, A 




1 D 


y u 


6 


5 


1 z / z 


■7 


TTC 

Uo 


-11 


71 7 
- Zl / 


-bzy 


7 7 O T 

-33o 1 


Sequence 


3381, Ap 




J. / 


o b 


6 


3 


1 A1 0 
J. U3 Z 


7 


TTC 
Uo 


-ii 


-717 
- Z J. / 


-529 


-824 00 


Sequence 


82400, A 




T O 
1 O 
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5 


8 


1 1 A 1 
1 14 3 


7 


TTC 
Uo 


1 1 


-717 
- Z J. / 


coo 

-bzy 


- /b / bo 


Sequence 


76758, A 




1 9 


7 1 . b 


5 


2 


1 c 1 c 
z b 3 b 


b 


TTC 

Uo 


1 A 
- 1U 


-bub 


- yzo 


110 

- 13 0 


Sequence 


138, App 




1 A 
Z U 


1 C il 

j b . 4 


2 


.6 


y b y 


/ 


TTC 
Uo 


-11 


717 
- Z 1 / 


-529 


-783 86 


Sequence 


78386, A 




Z 1 


1 C 1 

3 b . z 


2 


.6 


z bb 0 


7 


TTC 

Uo 


-11 
-11 


717 
- Z 1 / 


-529 


-502 9 


Sequence 


5 029, Ap 




7 o 
z z 


3 4 . b 


2 


.5 


bu uu u 


b 


TTC 
UO 


i n 

1U 


c;7 ft 

- bz 0 


C C Q 

- bby 


- z 


Sequence 


2, Appli 




i i 
z 3 


J J . o 


2 


.4 


CA 1 

b4 z 


b 


TTC 

Uo 


1 A 

- 1U 


- y b3 


-34 9 


-259 36 


Sequence 


25936, A 


c 


1 /I 

z 4 


1 "2 C 
JJ.D 


2 


.4 


1 C A C 

1 bU b 


b 


TTC 

Uo 


i n 
1 U 


Q C 1 

- jb3 


-34 9 


-772 1 


Sequence 


7721, Ap 


c 


z b 


11 £ 

J 3 . b 


2 


.4 


1 Q Q Q 

1 y 0 y 


7 


TTC 

Uo 


-11 


7 17 
- z 1 / 


C O Q 

-5zy 


7 7 7 c 

-333 b 


Sequence 


3335, Ap 


c 


2 6 


3 3.2 


2 


.4 


413 


/ 


TTC 

Uo 


-11 


1 A 1 

-3U1 


-554 


-176 1 


Sequence 


1761, Ap 




2 7 


ii i 
3 3 . z 


2 


.4 


/ z 4 


b 


TTC 

Uo 


1 A 
- 1U 


/l □ Q 

-4oo 


-619 


-164 9 


Sequence 


1649, Ap 




2 8 


3 3.2 


2 


.4 


1 C O C 

1 bz b 


/ 


TTC 

Uo 


-11 


"3 A T 

- 3 Ul 


-554 


1 Q 7 1 

- iy3 1 


Sequence 


1931, Ap 




z y 


"3 "3 *7 

3 3 . z 


2 


.4 


1 Q 1 C 

1 o3 b 


/ 


TTC 

Uo 


1 1 
-11 


1 A 1 
- 3 U 1 


C C /I 

- bb4 


T Q1 1 

- iy 3 3 


Sequence 


1933, Ap 


c 


7 a 


7 7 *3 

3 3 . z 


2 


.4 


1 O Q Q 

z z 0 y 


b 


TTC 
Uo 


1 n 

- JLU 


- y b3 


-349 


-12180 


Sequence 


12180, A 


c 


3 1 


7 7 

3 3 


2 


.4 


0 1 1 

01 3 


b 


TTC 

Uo 


1 A 

- 1 U 


- y b3 


-349 


-1283 


Sequence 


1283, Ap 




3 2 


3 z . b 


2 


.4 


A Q O 

4 y 0 


•7 


TTC 

Uo 


-11 


7 17 
-zl / 


-529 


-82431 


Sequence 


82431, A 


c 


J 3 


7 o /I 

3 z . 4 


2 


.4 


4 b z 


7 


TTC 

Uo 


-ii 
-11 


7 17 
- Z 1 / 


-529 


-80561 


Sequence 


80561, A 




3 4 


7 0 
3 z 


2 


.3 


T A 1 C 

1 Uz b 


•7 


TTC 

Uo 


i 1 
-11 


1 1 1 

-zl / 


-529 


-75867 


Sequence 


75867, A 
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"3 O 
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2 


.3 


/1 c 1 
4 b3 b 


b 


TTC 

Uo 


1 A 

- 1 U 


OKI 

- yb3 


-349 
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Sequence 


9 730, Ap 
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7 1 ^ 

3 1 . b 


2 


.3 


>1 1 c 
4 3b 


b 


TTC 

Uo 
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- 1U 


A "71 
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-173 
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4 42, App 


c 


3 7 


31.6 


2 


.3 


134 7 


•7 


TTC 

Uo 


1 1 

-11 
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-529 


-76835 


Sequence 


76835, A 




3 8 
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2 


.3 


O 1 1 A 

z 3 1 U 


«7 


TTC 

Uo 


-11 


1 1 *7 
- Z 1 / 


-529 


-78545 


Sequence 


78545, A 


c 


7 Q 


11 A 

3 1.4 


2 


.3 


1 bz / 


b 


TTC 

Uo 


1 A 


OCT 

- yb3 


-349 


-24356 


Sequence 


24356, A 




a a 
4 0 


"3 1 1 

3 1 . z 


2 


.3 


Q C 1 

y b 3 


7 


TTC 
UO 


-11 


-717 
- Z J. / 


-529 


-5170 


Sequence 


5170, Ap 


c 


41 


31.2 


2 


.3 


1379 


6 


US 


-10 


-953 


-349 


-30009 


Sequence 


30009, A 




42 


31.2 


2 


.3 


1592 


6 


us 


-10 


-953 


-349 


-36396 


Sequence 


36396, A 




43 


31 


2 


.3 


1126 


6 


us 


-10 


-953 


-349 


-3344 


Sequence 


3 344, Ap 




44 


31 


2 


.3 


1711 


7 


us 


-11 


-270 


-287 


-2 


Sequence 


2, Appli 


c 


45 


31 


2 


.3 


2159 


6 


us 


-10 


-953 


-349 


-2277 


Sequence 


2277, Ap 



ALIGNMENTS 



RESULT 1 

US-10-505 -928 -198 

; Sequence 198, Application US/10505928 
; Publication No. US20060088532A1 
; GENERAL INFORMATION: 

APPLICANT: Ludwig Institute for Cancer Research et al . 
; TITLE OF INVENTION: LYMPHATIC ENDOTHELIAL GENES 
; FILE REFERENCE: 28967/39178 

; CURRENT APPLICATION NUMBER: US/10/5 05,928 
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Page 



Retrieve Application 
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Overview 



SCORE 
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Comments / 
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This page gives you Search Results detail for the Application 10751380 and Search Result us-10- 

751-380-21. rni. 

start 



Go Back to previous pag e 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



May 25, 2006, 23:01:34 ; Search time 251 Seconds 

(without alignments) 
10250.098 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-10-751-380-21 
1375 

1 gaattcgccaggaagaagcg . 



. cactgataggaaggtcctag 1375 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2807332 



Post -processing : 



Minimum Match 0% 
Maximum Match 10 0% 
Listing first 45 summaries 



Database 



Issued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ 

2 : /EMC_Celerra_SIDS3/ptodata/2/ 

3 : /EMC_Celerra_SIDS3/ptodata/2/ 

4 : /EMC_Celerra_SIDS3/ptodata/2/ 

5 : /EMC_Celerra_SIDS3/ptodata/2/ 

6 : /EMC_Celerra_SIDS3/ptodata/2/ 

7 : /EMC_Celerra_SIDS3/ptodata/2/ 

8 : /EMC_Celerra_SIDS3/ptodata/2/ 

9 : /EMC_Celerra_SIDS3/ptodata/2/ 

1 0 : /EMC_Cel er ra_S IDS 3 /pt odat a/ 2 



ina/l_C0MB. seq: * 
ina/5_COMB. seq: * 
ina/6A_C0MB .seq : * 
ina/6B_COMB .seq : * 
ina/7_COMB. seq: * 
ina/H_COMB. seq: * 
ina/PCTUS_COMB. seq: * 
ina/PP_COMB . seq : * 
ina /RE_COMB .seq:* 
/ina/ back file si . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 

No. Score Match Length DB ID Description 





1 
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0 
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3 


US 
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21, Appl 




2 


1345 
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8 


1519 


3 


US 
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-016 -4357 


Sequence 


4357, Ap 




3 


1345 


97 


8 
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3 


us 


-10 


-083 
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Sequence 


1 , Appl i 




4 


653. 


6 


47 


5 
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3 


us 


-09 


-337 


-171-12 


Sequence 


12, Appl 




5 


653. 


6 


47 


5 


826 


3 


us 
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-773 


-459-12 


Sequence 


12, Appl 




6 


485. 


6 


35 


3 


497 


3 


us 


-09 
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-999C-2109 


Sequence 


2109, Ap 




7 


459. 


4 


33 


4 
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3 


us 


-09 


-328 


-111-186 


Sequence 


186, App 




8 


361. 


2 


26 


3 
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2 


us 
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-425 


-299A-1 


Sequence 


1 , App 1 i 




9 


359. 


6 


26 


2 


1452 


2 


us 


-08 


-187 


-785 -2 


Sequence 


2 , Appl i 




10 


359. 


6 


26 


2 


1452 


3 


us 


-09 


-023 


-655 -1048 


Sequence 


1048, Ap 




11 


359. 


6 


26 


2 


1452 


4 


us 


-09 


-880 


-107-2308 


Sequence 


2308, Ap 




12 


359. 


6 


26 


2 


2122 


3 


us 


-09 


-949 


-016-3401 


Sequence 


3401, Ap 




13 


343 


24 


9 


345 


3 


us 


-09 


-016 


-434 -679 


Sequence 


679, App 




14 


324 . 


2 


23 


6 


1336 


3 


us 


-10 


-083 


-889 -25 


Sequence 


25, Appl 




15 


241. 


2 


17 


5 


23932 


3 


us 


-09 


-949 


-016 -16099 


Sequence 


16099, A 


c 


16 


216. 


4 


15 


7 


532 


3 


us 


-09 


-389 


-681-432 


Sequence 


4 32, App 


c 


17 


216. 


4 


15 


7 


532 


3 


us 


-09 


-620 


-405B-432 


Sequence 


43 2, App 


c 


18 


216. 


4 


15 


.7 


532 


3 


us 


-09 


-433 


-826B-432 


Sequence 


43 2, App 


c 


19 


216. 


4 


15 


.7 


532 


3 


us 


-09 


-604 


-287A-432 


Sequence 


43 2, App 


c 


20 


216 


4 


15 


.7 


532 


3 


us 


-09 


-834 


-759 -432 


Sequence 


4 32, App 


c 


21 


216 


4 


15 


.7 


532 


3 


us 


-09 


-590 


-751A-432 


Sequence 


43 2, App 


c 


22 


216, 


4 


15 


.7 


532 


3 


us 


-09 


-551 


-621 -432 


Sequence 


4 32, App 


c 


23 


216 


4 


15 


.7 


532 


3 


us 


-09 


-551 


-621A-432 


Sequence 


43 2, App 


c 


24 


216 


4 


15 


.7 


532 


3 


us 


-10 


-076 


-622 -432 


Sequence 


4 32, App 


c 


25 


216 


4 


15 


.7 


532 


4 


us 


-10 


-124 


-805 -432 


Sequence 


4 32, App 




26 


176 


2 


12 


.8 


601 


3 


us 


-09 


-949 


-016 -155713 


Sequence 


155713, 




27 


171 


2 


12 


.5 


1476 


3 


us 


-09 


-487 


-558B-77 


Sequence 


77, Appl 




28 


160 


2 


11 


.7 


1636 


3 


us 


-09 


-496 


-444 -1 


Sequence 


1, Appli 




29 


14 5 


2 


10 


.6 


1497 


3 


us 


-09 


-248 


-796A-5917 


Sequence 


5917, Ap 




30 


13 0 


4 


9 


.5 


601 


3 


us 


-09 


-949 


-016 -155709 


Sequence 


155709, 




31 


12 4 


9 


.0 


1424 


3 


us 


-09 


-949 


-016 -4092 


Sequence 


4092, Ap 




32 


124 


9 


.0 


174 3 


3 


us 


-09 


-949 


-016 -564 


Sequence 


5 64, App 




33 


123 


8 


.9 


1618 


3 


us 


-09 


-684 


-169-1 


Sequence 


1 , Appl i 




34 


116 


8 


8 


.5 


1521 


3 


us 


-09 


-248 


-796A-1467 


Sequence 


14 67, Ap 




35 


112 


8 


.1 


1752 


2 


us 


-08 


-463 


-090B-4 


Sequence 


4, Appli 


c 


36 


111 


8 


. 1 


284 


4 


us 


-09 


-880 


-107 -1072 


Sequence 


1072, Ap 




37 


108 


2 


7 


.9 


15192 


3 


us 


-09 


-949 


-016-15143 


Sequence 


15143, A 




38 


106 


8 


7 


.8 


1634 


2 


us 


-08 


-460 


-895-1 


Sequence 


1 , Appl i 




39 


106 


8 


7 


. 8 


1634 


3 


us 


-09 


-210 


-889-1 


Sequence 


1, Appli 




40 


106 


8 


7 


.8 


1649 


2 


us 


-08 


-692 


-787 -8 


Sequence 


8 , Appl i 




41 


106 


8 


7 


.8 


1649 


3 


us 


-09 


-097 


-199 -8 


Sequence 


8 , Appl i 




42 


106 


8 


7 


.8 


1649 


3 


us 


-09 


-023 


-655 -1268 


Sequence 


1268, Ap 




43 


106 


8 


7 


.8 


2091 


3 


us 


-09 


-949 


-016 -454 8 


Sequence 


4 548, Ap 




44 


101 


4 


7 


.4 


1212 


2 


us 


-09 


-092 


-770-18 


Sequence 


18, Appl 




45 


101 


4 


7 


.4 


1212 


3 


us 


-09 


-222 


-851 -18 


Sequence 


18, Appl 



ALIGNMENTS 



RESULT 1 

US-10-083 -889-21 

; Sequence 21, Application US/10083889 
; Patent No. 6673894 
; GENERAL INFORMATION: 

APPLICANT: Zahner, Joseph E. 

TITLE OF INVENTION: Inhibitor of cell proliferation and methods of use thereof. 



http://es/ScoreAccessWeb/GetItem.action?AppId=10751380&seqId=523329&ItemName=u... 7/6/2006 



